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C INACHYRELLA
• majority of material in the 
collection from SBD project
• most material from 
Queensland (Great Barrier 
Reef and interreef)
• comparative material from 
Moreton Bay and other 
parts of Indo-west Pacific
• 440+ Tetillidae in QM 
collection available for this 
study
O U R  A P P R O A C H
D ATAT Y P E S  TO  B E  I N T E G R AT E D
S P O N G E  D N A  
S E Q U E N C I N G
• primary focus to date
• alternative to COI barcode fragment 
needed:
• COI introns make this region 
especially problematic for tetillids
• partial COII and intergenic spacers 
tested (mitochondrial markers)
• these markers compare well with 
COI for signal
• congruent gene trees
• outperform COI
• superior amplification success
• increased resolution for some OTUs
M O R P H O L O G I C A L  
M E T H O D S
• morphological studies made 
difficult by specimen condition
• interreef samples have many 
broken triaenes 
• light microscopy
• SEM studies on-going
• focus on microsclere 
morphology and distribution
• comparisons with type material 
held in Australian and overseas 
collections
E A R LY  R E S U LT S
A DV E N T U R E S  I N  S E Q U E N C I N G
D N A  L O C I
Locus Specimen number
Specimen number
QM_G334266 QM_G334268 WAM_Z54659 WAM_Z54678
COI (partial) mtDNA 
(Folmer fragment) QM_G334266 - 99.083 99.224 91.749
QM_G334268 99.083 - 99.718 91.114
WAM_Z54659 99.224 99.718 - 91.396
WAM_Z54678 91.749 91.114 91.396 -
COII (partial) 
mtDNA QM_G334266 - 98.744 98.744 92.714
QM_G334268 98.744 - 100 93.216
WAM_Z54659 98.744 100 - 93.216
WAM_Z54678 92.714 93.216 93.216 -
mtDNA intergenic 
spacer 1 QM_G334266 - 99.481 99.378 96.888
QM_G334268 99.481 - 99.689 96.784
WAM_Z54659 99.378 99.689 - 97.095
WAM_Z54678 96.888 96.784 97.095 -
mtDNA intergenic 
spacer 2 QM_G334266 - 99.401 99.401 95.409
QM_G334268 99.401 - 100 95.21
WAM_Z54659 99.401 100 - 95.21
WAM_Z54678 95.409 95.21 95.21 -
28S rDNA (partial) QM_G334266 - 99.85 99.774 97.301
QM_G334268 99.85 - 99.774 97.301
WAM_Z54659 99.774 99.774 - 97.451
WAM_Z54678 97.301 97.301 97.451 -
• 5 loci attempted
• COI Folmer
• COII (partial)
• intergenic spacers 1 & 2
• 28S rDNA (partial)
• rates of variation very similar 
across all loci (mitochondrial 
and ribosomal gene regions)
• spacer regions faster than COI 
for some species pairs
A combination of loci is 
needed for best practice
AMPLIFICATION SUCCESS:
100 SAMPLES
COI FOLMER FRAGMENT
• 54 amplicons produced
• 32 high quality sequences
MITOCHONDRIAL INTERGENIC 
SPACER 2
• 72 amplicons produced
• 68 high quality sequences
SPACER CONSISTENTLY 
OUTPERFORMS COI FOR SAME 
TEMPLATE DNA
no band
band
B E YO N D  D N A  A N D  
M O R P H O L O G Y
new exploration into utility of 
microbiome analysis
successfully recovering microbial 
DNA from sponge DNA extracts
shows promise as barcode proxy in 
recovering morphological OTUs
extends usefulness of existing DNA 
extracts
PLEASE SEE OUR TWO POSTERS FOR 
DETAILED PHYLOGENETIC TREES
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Thank you, John!
